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SEQWl-NadAfrom strain 2996. with C-terminuslTin^^^^^^^ ^-1. ... ^ 

MKHFPSmiTAIIATFCSGALMTNDDDVKKAATVAIAAAYNNGQEINGFKAGETIYDIDEDGTITKKDATAA 
DVEADDFKGMLKKVVTNLTKTWENKQNVDAKVKAAESEIEKLTTK^ 

NITTFAEETKTNIWIDEKLEAVADTVDKHAEAFNDIADSLDETNTKADEAVKTANEAKQTAEETKQNVDAKVK 
AAETAAGKAEAAAGTANTAADKAEAVAAmOIKADIATNKDNIAKKANSADVYTREESDSKFVRIDGLNATTE 
KLDTRLASAEKSIADHDTRLNGLDKTVSDLRKETRQGLAEQAALSGLFQPYNVG 
SEQID2-NadAfrom strain 2996, with C-ternunus deletion and leader peptide processed 

ATNDDDVKKAATVAIAAAYNNGQEINGFKAGETIYDIDEDGTITKKDATAADVEADDFKGLGLKKVVTNLTKTV 

NENKQNVDAKVKAAESEIEKLTTKLADTDAALADTDAALDATTNALNKLGENITTFAEETKTNIVKIDEKLEAV 

ADTVDKHAEAFNDIADSLDETNTKADEAVKTANEAKQTAEETKQNVDAKVKAAETAAGKAEAAAGTANTAADKA 

EAVAAKVTDIKADIATNKDNIAKKANSADVYTREESDSKFVRIDGLNATTEKLDTRLASAEKSIADHDTRLNGL 
DKTVSDLRKETRQGLAEQAALSGLFQPYNVG xftunuxiu^toi, 

SEQ ID 3 -AG741from MC58 strain 



VAADIGAGLADALTAPLDHKDKGLQSLTLDQSVRKNEKLKLAAQGAEKTYGNGDSLNTGKLKNDKVSRFDFIRO 

lEVDGQLITLESGEFQVYKQSHSALTAFQTEQIQDSEHSGKMVAKRQFRIGDIAGEHTSFDKLPEGGRATYRGT 

AFGSDDAGGKITYTIDFAAKQGNGKIEHLKSPELNVDLAAADIKPDGKRHAVISGSVLYNQAEKGSYSLGIFGG 
KAQEVAGSAEVKTVNGIRHIGLAAKQ oxoiHjxrw, 

SEQ ID 4- 936 from MC58 strain with leader peptide processed 



VSAVIGSAAVGAKSAVDRRTTGAQTDDNVMftLRIETTARSYLRQNNQTKGYTPQISWGYNRHLLLLGQVATEG 

EKQFVGQIARSEQAAEGVYinfimSLPRTAGDIAGDTWNTSKVRATLLGISPATQARVKIVTYGNVTYVMGIL 
TPEEQAQITQKVSTTVGVQKVITLYQNYVQR 

SEQID 5 - 953 from MCS8 strain with leader peptide processed 



ATYKVDEYHANARFAIDHFNTSTNVGGFYGLTGSVEFDQAKRDGKIDITIPIANLQSGSQHFTDHLKSADIFDA 
SEQ ZD 6 -JG287from MC58 strain 



SPDVKSADTLSKPAAPWSEKETEAKEDAPQAGSQGQGAPSAQGSQDMAAVSEENTGNGGAVTADNPKNEDEVA 

QNDMPQNAAGTDSSTPNHTPDPNMLAGNMENQATDAGESSQPANQPDMANAADGMQGDDPSAGGQNAGNTAAQG 

ANQAGNNQAAGSSDPIPASNPAPANGGSNFGRVDLANGVLIDGPSQNITLTHCKGDSCSGNNFLDEEVQLKSEF 

EKLSDADKISNYKKDGKNDKFVGLVADSVQMKGINQYIIFYKPKPTSFARFRRSARSRRSLPAEMPLIPVNQAD 

TLIVDGEAVSLTGHSGNIFAPEGNYRYLTYGAEKLPGGSYALRVQGEPAKGEMLAGAAVYNGEVLHFHTENGRP 

YPTRGRFAAKVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGSGDVSGKFYGPAGEEVAGKYSY 
RPTDAEKGGFGVFAGKKEQD 

SEQ ID 7- 287-953 hybrid 

MASPDVKSADTLSKPAAPWSEKETEAKEDAPQAGSQGQGAPSAQGGQDMAAVSEENTGNGGAMTDKPKNEDE 
GAQNDMPQNAADTDSLTPNHTPASNMPAGNMENQAPDAGESEQPANQPDMANTADGMQGDDPSAGGENAGNTAA 
QGTNQAENNQTAGSQNPASSTNPSATNSGGDFGRTNVGNSWIDGPSQNITLTHCKGDSCSGNNFLDEEVQLKS 
EFEKLSDADKISNYKKDGKNDGKNDKFVGLVADSVQMKGINQYIIFYKPKPTSFARFRRSARSRRSLPAEMPLI 
PVNQADTLIVDGEAVSLTGHSGNIFAPEGNYRYLTYGAEKLPGGSYALRVQGEPSKGEMLAGTAVYNGEVLHFH 
TENGRPSPSRGRFAAKVDFGSKSVDGIIDSGDGLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGKFYGPAGEEV 
AGKYSYRPTDAEKGGFGVFAGKKEQDGSGGGGATYKVDEYHANARFAIDHFNTSTNVGGFYGLTGSVEFDQAKR 
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DGKIDITIPVMLQSGSQHFTDHLKSADIFDMQYPDIRFVSTKFNFNGKKLVSVDGNLTMHGKTAPVKLKAEK 
F8CYQSPMAKTEVCGGDFSTTIDRTKWGVDYLVNVGMTKSVRIDIQIEAAKQ* 

SEQ IDS- 936-741 hybrid 

MVSAVIGSMVGAKSAVDRRTTGAQTDDNVMALRIETTARSYLRQNNQTKGYTPQISWGYNRHLLLLGQVATE 
GEKQFVGQIARSEQAAEGVYNYITVASLPRTAGDIAGDTWNTSKVRATLLGISPATQARVKIVTYGNVTYVMGI 
LTPEEQAQITQKVSTTVGVQKVITLYQNYVQRGSGGGGVAADIGAGLADALTAPLDHKDKGLQSLTLDQSVRKN 
EKLKLAAQGAEKTYGNGDSLNTGKLKNDKVSRFDFIRQIEVDGQLITLESGEFQVYKQSHSALTAFQTEQIQDS 
EHSGKMVAKRQFRIGDIAGEHTSFDKLPEGGRATYRGTAFGSDDAGGKLTYTIDFAAKQGNGKIEHLKSPELNV 
DLAAADIKPDGKRHAVISGSVLYNQAEKGSYSLGIFGGKAQEVAGSAEVKTVNGIRHIGLMKQ* 

SEQ ID 9 -linker 

GSGGGG 

SEQ ID 10- 741 sequence ^ 

CSSGGGGVAADIGAGLADALTAPLDHKDKGLQSLTLDQSVRKNEKLKLAAQGAEKTYGNGDSLNTGKLKNDKVS 
RFDFIRQIEVDGQLITLESGEFQVYKQSHSALTAFQTEQIQDSEHSGKMVAKRQFRIGDIAGEHTSFDKLPEGG 
RATYRGTAFGSDDAGGKLTYTIDFAAKQGNGKIEHLKSPELNVDIAAADIKPDGKRHAVISGSVLYNQAEKGSY 
SLGIFGGKAQEVAGSAEVKTVNGIRHIGLAAKQ 

SEQ ID 11- 741 sequence 

CSSGGGGVAADIGAGLADALTAPLDHKDKSLQSLTLDQSVRKNEKLKLMQGAEKTYGNGDSLNTGKLKNDKVS 
RFDFIRQIEVDGQLITLESGEFQIYKQDHSAWALQIEKINNPDKIDSLINQRSFLVSGLGGEHTAFNQLPDGK 
AEYHGKAFSSDDAGGKLTYTIDFAAKQGHGKIEHLKTPEQNVELAAAELKADEKSHAVILGDTRYGSEEKGTYH 

lALFGDRAQEIAGSATVKIGEKVHEIGIAGKQ 

SEQ ID 12- 741 sequence 

CSSGGGGSGGGGVAADIGTGLADALTAPLDHKDKGLKSLTLEDSIPQNGTLTLSAQGAEKTFKAGDKDNSLNTG 
KLKNDKISRFDFVQKIEVDGQTITLASGEFQIYKQNHSAWALQIEKINNPDKTDSLINQRSFLVSGLGGEHTA 
FNQLPGGKAEYHGKAFSSDDPNGRLHYSIDFTKKQGYGRIEHLKTLEQNVEIAAAELKADEKSHAVII^ra 
SEEKGTYHLALFGDRAQEIAGSATVKIGEKVHEIGIAGKQ 



